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suppressor, Neurospora crassa, tolerance of allelic 
differences and heterokaryon incompatibility 
locus, 731 
Tc5 family of transposable elements, Caenorhabdi- 
tis elegans, 771 
yeast, pleiotropic deficiencies, transcriptional ac- 
tivation and repression, 55 
Mutations 
beneficial and deleterious, evolution of sex, 597 
dominant PNM2 , SUP35 gene, yeast, 659 
gene for a tRNA, regulator of transcriptional at- 
tenuator, Bacillus subtilis, 627 

load, vegetative reproduction, cytoplasmic inher- 
itance, 311 

mitochondrial initiation codon, ribosomal pro- 
tein $18, yeast, 369 

natural selection and, codon bias, genes of Dro- 
sophila, 1049 

rates, reliability of estimates, fluctuation tests, 
1139 

sinl, female fertility, Arabidopsis thaliana, 1101 

site-directed, alteration of CAAX box of Stel18, 
yeast, 967 

spontaneous rate, superoxide dismutase null mu- 
tants, Neurospora crassa, 723 

suppression of temperature-sensitive growth, 
hpr1é mutant, yeast, 945 

toxin-sensitive transformant of Cochliobolus het- 
erostrophus, toxin-deficient mutants, 751 

yeast rev35 antimutator and REV3 dependency, 
nucleotide excision repair defect, 637 


Nasonia vitripennis, sex ratio traits, quantitative 
genetics, 211 
Neuropeptides, FMRFamide, 46C chromosomal re- 
gion, gene in Drosophila melanogaster, 121 
Neurospora crassa 
MT a-1 mating type polypeptide, functional anal- 
yses, 715 
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superoxide dismutase null mutants, oxidative 
stress sensitivity, response to mutagens, 723 

suppressor mutants, tolerance of allelic differ- 
ences, heterokaryon incompatibility locus, 
731 

Nucleotides 

excision repair defect, rev35 antimutator and 
REV3 dependency, yeast, 637 

sequence changes, DNA secondary structure for- 
mation, Escherichia coli, 361 

triphosphatase activity, genetic analysis, mouse 
brain, 257 


Oogenesis 
encoding of Drosophila ribosomal protein S2, 
string of pearls, 1039 
molecular genetic analysis, Drosophila melanogaster 
gene absent/small/homeotic discs], 1027 
Opossum, marsupial mitochondrial genome, evolu- 
tion, placental animals, 243 
Ovule, female fertility, sin] mutation, Arabidopsis 
thaliana, 1101 
Oxygen, oxidative stress sensitivity, superoxide dis- 
mutase null mutants, Neurospora crassa, 723 


P elements, local transposition, recombination be- 
tween duplicated elements, Drosophila melano- 
gaster, 551 

Paramecium tetraurelia, mutants defective in response 
to magnesium, 759 

Paternity, multiple, effective population sizes, 1147 

Pheromone-response pathway Gy subunit, site-di- 
rected mutations, alteration of CAAX box of 
Ste18 in yeast, 967 

Phototaxis, Dictyostelium slug mutants, genetic 
analysis, 977 

Phytophthora infestans, quantitative resistance in po- 
tato, 67 

Pig, genome, primary linkage map, low rate of re- 
combination, 1089 

Placopecten magellanicus, 221 

Plasmid-mediated induction of recombination, 
yeast, 41 

Pneumocystis carinii, gene encoding actin I, phyloge- 
netic analysis, 743 

Poisson-like fluctuation patterns of revertants, 
leucine auxotrophy, Salmonella typhimurium, 
353 

Pollen, y-irradiation, isolation of deficiencies, Ara- 
bidopsis genome, 1111 

Polymerase chain reaction, mapping germline se- 
quences, Tetrahymena thermophila, 95 

Polymorphism, alcohol dehydrogenase, carbon-13 
fluxes, epistasis and natural selection in Dro- 
sophila, 1071 

Polymorphisms, restriction fragment length 

allozyme heterozygosities, growth rate in scallop, 
221 


multiple alleles for tuber shape, diploid potato, 
303 
Polypeptides, MT a-1 type, functional analyses, Neu- 
rospora crassa, 715 
Polyploids, Caenorhabditis elegans, sex determina- 
tion, 467 
Polytene, chromosome subdivisions 72AB, brahma 
gene, Drosophila melanogaster, 803 
Population 
effective sizes, multiple paternity, 1147 
growing and stable, linkage disequilibrium, 331 
microbial evolution, simple unstructured environ- 
ment, differentiation in Escherichia coli, 903 
natural, transposable element numbers in cosmo- 
politan inversions, Drosophila melanogaster, 
815 
shared sequence variants of Mus spretus, dispersal 
to within last 1 million years, 565 
Position effect variegation, suppression in Drosophila 
melanogaster, Weakner of white gene, 1057 
Potato 
diploid, multiple alleles for tuber shape, RFLPs, 
303 
resistance to Phytophthora infestans, QTL mapping, 
67 
Promoters, SPT8 gene, acidic protein, SPT3 and 
TATA-binding protein in yeast, 647 
Proteins, two different, lin-15 locus, Caenorhabditis 
elegans, 987 


Quantitative trait loci 
gene product variation, regulation of genome ex- 
pression, 289 
mapping and maximum likelihood methodology, 
milk protein genes as genetic markers, dairy 
cattle, 267 


Radiation-induced Brown deletions, mouse chromo- 
some 4, 845 
Rearrangement, construction of chromosomal rear- 
rangements, transduction, Salmonella typhi- 
murium, 919 
Receptors, epidermal growth factor, homolog, Dro- 
sophila, 531 
Recombination 
construction of chromosomal rearrangements, 
transduction, Salmonella typhimurium, 919 
duplicated elements, local transposition of P ele- 
ments, Drosophila melanogaster, 551 
frequency estimates, robustness, intercrosses with 
dominant markers, 589 
genetic, mismatch repair and, yeast, 19 
hotspot, gene conversion at H/S2 gene, yeast, 5 
low rate, primary linkage map, porcine genome, 
1089 
plasmid-mediated induction, yeast, 41 
RADI RAD52-independent, unrepaired hetero- 
duplex DNA, yeast, 393 
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spontaneous, long-tract mitotic gene conversion, 
yeast, 439 
Replication, normal and DNA damage-indicible, 


role of ruvA/ruvC/recG genes, Escherichia coli, 
895 


Reproduction 
evolution of sex, beneficial and deleterious muta- 
tions, 597 
hybrid male sterility, complex epistasis, Drosophila 
simulans Clade, 175 
vegetative, cytoplasmic 
load, 311 
Retrotransposon-induced ectopic expression of cut, 
Om(1A) mutant, Drosophila ananassae, 165 
Reversion, genetic instability, agouti locus of mouse, 
1079 
Ribosomes 
dominant PNM2 mutation, SUP35 gene, yeast, 
659 
Drosophila protein S2, string of pearls, oogenesis, 
1039 
protein S18, reduced dosage of genes, codon mu- 
tation in yeast, 369 
RNA 
helicase homolog Prp16 and spliceosomal snRNAs, 
candidate ligands and genetic interactions, 
yeast, 677 
messenger 
bicoid, localization, conservation among Dro- 
sophila species, 521 
pre-mRNA splicing, autoregulation, suppressor- 
of-white-apricot gene in Drosophila, 139 
transcriptional, gene mutations, regulator of tran- 
scriptional attenuator, Bacillus subtilis, 627 


inheritance, mutation 


$2, Drosophila ribosomal protein, string of pearls, 
minute-like characteristics, 1039 

Saccharomyces cerevisiae, 5, 19, 41, 49, 55, 369, 381, 
393, 407, 423, 637, 647, 659, 671, 677, 689, 
933, 945, 957, 967 

Salmonella typhimurium, 353, 919 

Scallop, growth rate, allozyme and RFLP heterozy- 
gosities, 221 

Schizophyllum commune, mapping of heterogeneous 
DNA region, Aa mating-type specificities, 709 

Schizosaccharomyces pombe, analysis of interference, 
701 

Selection, natural 

alcohol dehydrogenase polymorphism and car- 
bon-13 fluxes, Drosophila, 1071 
effects of mutation, codon bias in genes of Dro- 

sophila, 1049 

Self-incompatibility, locus, gametophyte, gene and 
allelic genealogies, 1157 

Sex, evolution, beneficial and deleterious muta- 
tions, 597 


Sex determination, polyploids of Caenorhabditis 
elegans, 467 
Sex ratio, traits in Nasonia vitripennis, quantitative 
genetics, 211 
Sheep, linkage mapping, parental half-sib families, 
573 
Speciation, microbial evolution, simple unstruc- 
tured environment, differentiation in Esche- 
richia coli, 903 
Sterility 
hybrid female, conspecific chromosomes, Drosoph- 
ila simulans Clade, 191 
hybrid male, complex epistasis, Drosophila simu- 
lans Clade, 175 
Superoxide dismutase, null mutants of Neurospora 
crassa, oxidative stress sensitivity, response to 
mutagens, 723 
Synapsis, homologous, relationship to crossing over, 
maize inversion, 281 


Temperature, sensitivity, repair of DNA double- 
strand breaks, yeast RAD52 alleles, 933 
Tetrahymena thermophila, mutants defective in devel- 

opmentally programmed maturation, mainte- 
nance, rDNA minichromosome, 455 
Toxin-sensitive transformant of Cochliobolus het- 
erostrophus, toxin-deficient mutants, 751 
Transcription, activation and repression, yeast mu- 
tant with pleiotropic deficiencies, 55 
Transposable elements 
dispersed family of repetitive DNA sequences, 
Lycopersicon, 581 
numbers in cosmopolitan inversions, natural pop- 
ulation, Drosophila melanogaster, 815 
Tc5 family, Caenorhabditis elegans, 771 
Transposon 
integration-defective IS/0 mutants, intragenic 
suppression, 343 
shared sequence variants of Mus spretus, dispersal 
to within last 1 million years, 565 
Triphosphate, nucleotide, genetic analysis, mouse 
brain, 257 
a-Tubulin, mutations that arrest with excess micro- 
tubules, overexpression of yeast homologs, 
RCC1, 381 
Tyrosine kinase, negative regulator of signaling 
pathway, lin-15 locus, Caenorhabditis elegans, 
987 


Vertebrates, transparent, genetic images, 339 


Wheat, ancestral species, molecular variation, chlo- 
roplast DNA regions, 883 


Yeast 
brefeldin A-induced lethality, BFR1, 423 
dominant PNM2° mutation, missense mutation in 
SUP35 gene, 659 
fission, analysis of interference, 701 


high-copy suppression of glucose transport de- 
fects, HXT4 and regulatory elements, HXT 
genes, 957 

hprlS mutant, mutations that suppress tempera- 
ture-sensitive growth, 945 

long-tract mitotic gene, triparental contribution, 
439 

maintenance of non-Mendelian determinant, 
SUP35 gene, 671 

microtubule organizing center, interactions be- 
tween CDC31 and KARI, 407 

mig] and ssn mutations, synergistic release, glu- 
cose repression, 49 

mismatch repair and genetic recombination, in- 
teraction, 19 

mutant with pleiotropic deficiencies, transcrip- 
tional activation and repression, 55 

overexpression of homologs, RCC/, a-tubulin mu- 
tations that arrest with excess microtubules, 
381 


RAD52 alleles, temperature sensitivity, repair of 
DNA double-strand breaks, 933 

recombination, plasmid-mediated induction, 41 

recombination hotspot, gene conversion at HIS2 
gene, 5 

reduced dosages of genes, ribosomal protein S18, 
codon mutation, 369 

rev365 antimutator and REV3 dependency, defect 
in nucleotide excision repair, 637 

RNA helicase homolog Prp16 and spliceosomal 
snRNAs, candidate ligands, genetic interac- 
tions, 677 

SIP1, catabolite repression-specific negative regu- 
lator, GAL gene expression, 689 

site-directed mutations, alteration of CAAX box of 
Ste18, Gy subunit, 967 

SPT8 gene, acidic protein, SPT3 and TATA-bind- 
ing protein, 647 

unrepaired heteroduplex DNA, RADI RAD52- 
independent recombination, 393 
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